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The storage of erythrocyte concentrates (ECs) induces lesions that notably affect
metabolism, protein activity, deformability of red blood cells (RBCs), as well as
the release of oxygen. Band 3 is one of the proteins affected during the ex vivo
aging of RBCs. This membrane protein is an anion transporter, an anchor site
for the cytoskeleton and other membrane proteins as well as a binding site for
glycolytic enzymes and bears blood group antigens. In the present study, band 3
complexes were isolated from RBCs stored for 7 and 42 days in average (n = 3),
as well as from microvesicles (n = 3). After extraction of membrane proteins with
a deoxycholate containing buffer, band 3 complexes were co-immunoprecipitated
on magnetic beads coated with two anti-band 3 antibodies. Both total membrane
protein extracts and eluates (containing band 3 complexes) were separated on SDS-
PAGE and analyzed by bottom-up proteomics. It revealed that three proteins were
present or absent in band 3 complexes stemming from long-stored or short-stored
ECs, respectively, whereas the membrane protein contents remained equivalent.
These potential markers for storage-induced RBC aging are adenylosuccinate lyase
(ADSL), α-adducin and flotillin-2, and were further analyzed using western blots. ADSL
abundance tended to increase during storage in both total membrane protein and band
3 complexes, whereas α-adducin mainly tended to stay onto the membrane extract.
Interestingly, flotillin-2 was equivalently present in total membrane proteins whereas it
clearly co-immunoprecipitated with band 3 complexes during storage (1.6-fold-change,
p = 0.0024). Moreover, flotillin-2 was enriched (almost threefold) in RBCs compared
to microvesicles (MVs) (p < 0.001) and the amount found in MVs was associated to
band 3 complexes. Different types of band 3 complexes are known to exist in RBCs
and further studies will be required to better understand involvement of this protein in
microvesiculation during the storage of RBCs.
Keywords: band 3, flotillin-2, immunoprecipitation, proteomics, red blood cells, storage, transfusion
Abbreviations: ACN, acetonitrile; Co-IP, co-immunoprecipitation; DC, deoxycholate; EC, erythrocyte concentrate; FA,
formic acid; FT, flow through; LC, liquid chromatography; MS, mass spectrometry; MV, microvesicle; PBST, phosphate
buffered saline tween; RBC, red blood cell; RT, room temperature; SAGM, saline-adenine-glucose-mannitol.
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INTRODUCTION
The organization of the RBC membrane is tightly associated
to band 3 macrocomplexes and cytoskeleton. Band 3 is the
major protein in RBC membrane and is reported as three
major complexes. The first one is the band 3 dimer-ankyrin
complex attached to the spectrin chains, the second one is the
junctional complex where the band 3 (as dimer) is attached to
the cytoskeleton via a complex of adducins, protein 4.1 and actin
and the last one is a free band 3 dimer (Kodippili et al., 2009;
Burton and Bruce, 2011; Mankelow et al., 2012; Lux, 2016). The
knowledge on the composition and organization of the multi-
protein complexes in RBC membrane has evolved during the
last decades, from the membrane skeleton (Byers and Branton,
1985) to the binding of Rh proteins (Bruce et al., 2003), the
role of protein 4.1 (Salomao et al., 2008), protein 4.2 (Satchwell
et al., 2009), adducins (Anong et al., 2009), dematin involved
in actin binding (Khan et al., 2008) and in junctional complex
integrity (Lu et al., 2016), and ankyrin in band 3 tetramer stability
(Satchwell et al., 2016). The multiple role of these complexes
encompasses the cell deformability required to fulfill the RBC
function of O2 delivery to tissue and organs (Mohandas and
Gallagher, 2008; Kodippili et al., 2009; Burton and Bruce, 2011),
in gas exchange process (Bruce et al., 2003) and in metabolism
regulation (Chu et al., 2008).
These functions are altered during the storage of RBCs under
blood banking conditions (i.e., stored at 4◦C up to 42 or 56 days
depending on the various additive solutions used). In vitro studies
have shown an increase in hemolysis (depending on additive
solution and manufacturing) and a leakage of potassium, an
increase in volume and cell rigidity (Hess et al., 2000; Gov and
Safran, 2005; Flatt et al., 2014; Sparrow et al., 2014), the cell
shape changes (Blasi et al., 2012; Bardyn et al., 2017b; Roussel
et al., 2017), an accumulation of MVs (Rubin et al., 2008;
Sparrow et al., 2014), metabolic and antioxidant modulations
(ATP and 2,3-DPG depletion), and pH lowering (Hess et al.,
2000; Sparrow et al., 2014; Bordbar et al., 2016; Bardyn et al.,
2017a), what is called storage lesions (Tinmouth and Chin-
Yee, 2001; Hess and Greenwalt, 2002; D’Alessandro et al., 2015;
Prudent et al., 2015b; Bardyn et al., 2017b). At the protein level,
these storage lesions induce the aggregation and degradation of
band 3, leading to the formation of neoantigens recognized by
the macrophages for the cell clearance (Bosman et al., 2008),
accumulation of hemoglobin, antioxidant and metabolic enzymes
at the membrane such as peroxiredoxin-2 (Antonelou et al., 2010;
Rinalducci et al., 2011), degradation of proteins and decrease in
spectrins and ankyrin contents (D’Amici et al., 2007; Bosman
et al., 2008), accumulation of oxidized proteins (in particular at
the cytoskeleton) (Antonelou et al., 2010; Delobel et al., 2012;
Delobel et al., 2016).
Vesiculation is another mechanism related to the aging of
RBCs. In vitro, it serves to remove damaged materials [such as
oxidized proteins (Delobel et al., 2012)] and senescence molecules
(phospatidylserine exposed at the RBC surface, IgG, neoantigen
on band 3), which postpones the cell removal and increases
their survival upon transfusion (Bosman et al., 2008; Willekens
et al., 2008). The number of MVs increases exponentially during
storage (Rubin et al., 2008) and it has been shown that after an
incubation of 1 h at 37◦C, long-stored RBCs exposed even more
phosphatidylserine, release more MVs and potassium (Burger
et al., 2013), which could impact transfusion efficiency (Cognasse
et al., 2015; Said et al., 2017). Moreover, MVs promote the
generation of thrombin (Rubin et al., 2013), which may be
viewed as representing a potential hemostatic agent [as shown
by reduced bleeding time and blood loss in thrombocytopenic
rabbits and in Plavix R©-treated rats (Jy et al., 2013)], or maybe
promoters of thrombotic events (Tissot et al., 2013). MVs are
formed at cytoskeleton-free spaces within the membrane and
microvesiculation is expected to be a lipid-raft-based process
affected by the loss of ATP (Sens and Gov, 2007; Gov et al.,
2009). Lipid-raft (Ciana et al., 2014) proteins like stomatin and
flotillins were found to decrease in RBC membranes during
storage (Kriebardis et al., 2007), and stomatin to be enriched in
MVs (Salzer et al., 2002, 2008).
Band 3 complexes play a key role in membrane organization
and could be affected by the storage. In the present article,
band 3 complexes were isolated from RBCs stemming from
short and long-stored ECs as well as storage-induced MVs, in
order to better decipher the fate of band 3 complexes during
storage.
MATERIALS AND METHODS
Chemicals
Acetonitrile, deoxycholic acid (DC), NaCl and ponceau S
were from Sigma (Sigma-Aldrich, Steinheim, Germany), and
bromophenol blue, Coomassie Bue Brilliant R-250 and FA
from Fluka (Fluka Chemie, Buchs, Switzerland). Tween-20
was bought from Roche Diagnostics (Mannheim, Germany).
DTE, glycerol and urea were purchased from MP Biomedicals
(Illkirch, France), ammonium bicarbonate and iodoacetamide
from ICN Biomedicals (Aurora, Ohio, United States), 0.9%
NaCl from Baxter (Volketswil, Switzerland), 10x PBS (1x PBS
eq. to 137 mM NaCl, 2.7 mM KCl, 8.1 mM Na2HPO4 and
1.8 mM KH2PO4) from Laboratorium Dr. G. Bichsel (Interlaken,
Switzerland), EDTA from Merck (MSD Merck Sharp & Dohme,
Luzern, Switzerland), Tris-HCl from BIO-RAD (Hercules, CA,
United States), ethanol from Thommen-Furler AG (Rüti bei
Büren, Switzerland), Top Block from Lubio Science (Luzern,
Switzerland), benchMark Protein Ladder (prestained or not)
from Invitrogen (Carlsbad, CA, United States), FITC mouse anti-
Human CD47 antibody from BD Pharmingen (BD Biosciences,
Franklin Lakes, NJ, United States), and Sequencing Grade
Modified Trypsin (Trypsin) from Promega AG (Dübendorf,
Switzerland). Deionized water (18.2 M·cm) was prepared using
a Purelab option Q-15 (Elga LabWater).
Blood Samples
Erythrocyte concentrates were prepared from whole blood
donations. Briefly, 450 ± 50 mL of blood from healthy
donors were mixed with 63 mL of citrate phosphate dextrose
anticoagulant solution and left at 22◦C overnight (NGR6428B,
Fenwal, Lake Zurich, IL, United States). All blood components
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(i.e., RBCs, plasma and white blood cells- and platelets-
containing buffy coat) were separated upon centrifugation at
3,500 g for 14 min. The separated components were then
distributed among the sterile inter-connected blood bags by
applying a semi-automated pressure (on an Optipress II, Fenwal,
United States) on the centrifuged original blood donation bag.
The RBCs were then transferred into a SAGM-containing bag to
a total volume of 275 ± 75 mL and a hematocrit of 0.6 ± 0.1 v/v.
A leukodepletion step was performed by gravity-based filtration.
ECs were finally stored at 4◦C. ECs that did not meet the quality
criteria for blood transfusion, e.g., low hemoglobin content or a
slightly too small volume, were used under the signed assent of
blood donors.
No research on genetic material was carried out. Therefore, no
specific ethical processing was required and these samples were
used in agreement with the local legislation (Loi fédérale relative
à la recherche sur l’être humain, LRH – RS 810.30” and “the
“Ordonnance relative à la recherche sur l’être humain, ORH –
RS 810.301”).
Preparation of RBC Membranes
Four times 6 mL of ECs were collected from: three ECs (bags
A, B, and C) after 5 days, 7 days, 6 days, and 41 days, 43 days,
42 days, respectively; and three others (bags D, E, and F) after
50, 38, and 42 days, respectively, for experiments on MVs. RBCs
were washed twice in 0.9% NaCl (2 v) and spun down at 2,000 g
during 10 min at 4◦C. RBCs were lyzed by incubation 1 h at 4◦C
in a hypotonic 0.1x PBS solution under agitation (2 v of 0.1x PBS
for 1 v of packed cells).
Membranes from bags A to F were separated by
ultracentrifugation at 100,000 g, 30 min, 4◦C, and washed
twice with 0.9% NaCl before transferring to 1.5-mL tubes and
washed 4 to 8 more times (centrifugation at 21,500 g, 30 min,
4◦C) until to obtain pellets as white as possible. RBC membranes
were stored at−70◦C until protein extraction.
Microvesicles were harvested from the whole bags D, E, and F
(approximately 4 to 6 times 40 mL plus one tube of 6 mL) after
centrifugation at 2,000 g during 10 min at 4◦C (the 6-mL tubes of
RBCs were processed as before for membrane isolation). Cell-free
supernatants were collected and ultracentrifuged at 100,000 g, 1 h,
4◦C. MVs-containing pellets were washed two times with NaCl
0.9%. Then, the pellets were suspended in 1 mL of NaCl 0.9%
and transferred to 1.5-mL tubes and stored at −28◦C. MVs were
quantified by flow cytometry as previously described by labeling
5 µL of samples with 5 µL of FITC mouse anti-human CD47
(Delobel et al., 2012).
Protein Extraction
Total membrane proteins were extracted fresh daily under native
conditions from pelleted membranes with DC buffer: 1% DC in
50 mM Tris-HCl, 150 mM NaCl, pH 8.1. A final centrifugation
was performed at 21,500 g, 30 min, 4◦C. The supernatant,
containing membrane proteins and cytoskeleton (Delobel et al.,
2012), was saved at 4◦C. Protein amounts were determined using
the Bradford Protein Assay (BIO-RAD, United States), with a
calibration curve composed of BSA dilutions.
Proteins from 80 million MVs were extracted with 400 µL
of DC buffer (25 million for bag E) and were quantified using
a nanodrop 2000c (Thermo scientific).
Isolation of Band 3 Complexes
Band 3 complexes were captured using Co-IP based on magnetic
beads (Dynabeads M-270 Epoxy, Invitrogen, Oslo, Norway).
Antibodies that target internal (extracellular) and N-terminal
(intracellular) parts of band 3 sequence (BRIC 6 and BRIC
170, respectively, from NHS Blood and Transplant, Bristol,
United Kingdom) were covalently bound to the beads using a
standard protocol from the supplier (105 µg of antibodies in
total on 7.5 mg of beads). For the experiments with the bags
A to F, 2×6 sets of beads (containing 7.5 mg of beads each)
were prepared, pooled and split in 2×6 equivalent tubes for
homogeneity. Antibodies-coated beads were stored at 4◦C before
Co-IP.
Co-IPs were performed as shown in Figure 1. Beads were
washed with 1x IP buffer (provided by the supplier). The tube
was placed on a magnet which allows the beads to collect at
the tube wall and remove the supernatant (to be saved or not).
Two hundred µL of total membrane protein or MV extracts, that
contained approximately 400 µg of proteins, were added on the
beads and incubated 1 h at 4◦C under agitation. The proteins that
were not immunoprecipitated were collected in the FT and the
beads containing the band 3 complexes were carefully washed
3× with 1× IP buffer followed by a final 5 min wash at RT
under agitation in the last wash buffer (LWB, 0.5 M NH4OAc,
0.5 mM MgCl2, 0.1% Tween-20). Finally, the bead suspension
was transferred to a clean tube for elution of band 3 complexes
with 500 µL of elution buffer (EB, 0.5 M NH4OH, 0.5 mM
EDTA) by incubating 20 min at RT under agitation followed
by a second elution with 500 µL of EB 10 min. Eluates were
vacuum dried using a GeneVac EZ-2plus (Genevac Ltd., Ipswich,
United Kingdom).
SDS-PAGE and Western Blotting
Total membrane protein extracts, FTs and eluates were analyzed
by SDS-PAGE. Ten µg of proteins from each sample and 3 µL of
BenchMark Protein Ladder (or 10 µL of BenchMark Prestained
Protein Ladder for western blot, WB) were loaded on gels (Mini-
PROTEAN TGX gels, 4–15%, BIO-RAD, United States). The
dried eluates were suspended in 20 µL of 1x Laëmmli buffer and
loaded totally on the gel. Proteins were stained with Coomassie
Brilliant Blue R250 and gels were destained so as to obtain the
optimum contrast.
The WB analyses were performed on PVDF membranes
(transfer 1 h at 100 V in Tris-Glycine buffer inside a Mini Trans-
Blot Electrophoretic Transfer cell) against adenylosuccinate lyase
(ADSL C-11 at 1/500), α-adducin (C-4, 1/1000) and flotillin-2
(B-6, 1/6000) from Santa Cruz Biotechnology, United States.
First Antibody
Membranes were rinsed with PBST (1× PBS + 0.05% Tween-
20) and blocked 1 h at RT under agitation with Top Block buffer
(4% in PBST). Then the membranes were rinsed and washed
2 × 5 min in PBST. The blot was incubated overnight at 4◦C
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FIGURE 1 | Workflow for Co-IP of band 3 complexes. Magnetic beads were covalently coated with anti-band 3 antibodies (BRIC 6 and 170 specific to internal and
N-ter band 3 sequence, respectively). Membrane proteins were extracted with 1% DC buffer. Beads were previously equilibrated with 1x IP buffer. Wash buffer: 1x IP
buffer, Last wash buffer: 0.5 M NH4OAc, 0.5 mM MgCl2, 0.1% Tween-20. Elution buffer: 0.5 M NH4OH, 0.5 mM EDTA. Beads were finally washed with 1x PBST
and saved at 4◦C for further co-IPs.
under agitation with the primary antibody (ADSL at 1/500 in
Top block buffer). After a quick rinse and three washes of 5 min
at RT in PBST, the membranes were re-incubated in Top Block
buffer 20 min at RT under agitation, and were incubated 1 h at
RT under agitation with the secondary antibody (Polyclonal goat
anti-mouse immunoglobulins HRP, Dako, Denmark) diluted
at 1/10,000 in Top Block buffer. The membranes were finally
washed several times in PBST and were incubated at least
twice 30 min at RT under agitation. The ECL reaction was
achieved using the ECL western blotting detection reagents (GE
Healthcare, Little Chalfont, Buckinghamshire, United Kingdom)
1 min in the dark and the images were acquired by means of
ImageQuant LAS 500 (GE healthcare, Uppsala, Sweden).
Membranes Stripping
After the ECL reaction, the blots were rinsed and washed
3 × 5 min in PBST and then stripped 40 min at RT under
agitation in 20 mL of RestoreTM western blot stripping membrane
(Thermo Scientific, Rockford, IL, United States). Then, the blots
were rinsed and washed again 3 × 5 min in PBST before a
new blocking 20 min at RT under agitation in Top Block buffer.
Finally, they were rinsed, washed 2 × 5 min in PBST, and stored
at 4◦C for further immunodetection.
Second and Third Antibodies
After the membrane stripping, they were incubated with
α-adducin diluted at 1/1,000 in Top Block buffer and the same
procedure as before was applied. The last antibody tested was
flotillin-2 diluted at 1/6,000 in Top Block buffer.
The WB membranes were finally stained with Ponceau red
and scanned with a Personal Densitometer SI (GE Healthcare,
United States).
Image Analyses and Statistic
Bands of interest were quantified by densitometry by means of the
ImageQuant TL software (7.0, GE Healthcare, United States) and
expressed as “volume.” The data were then corrected by the total
protein loading detected on Ponceau red by densitometry (see
Supplementary Material). The relative volumes were calculated
as follows:
Relative VolumeProtein = VolumeProtein,ECL/
VolumeWhole proteins,Ponceau
where VolumeProtein,ECL is the band volume of the protein
of interest from WB and VolumeWhole proteins,Ponceau is the
amount of loaded proteins determined by the densitometry
analyses of whole lane from Ponceau red-stained membrane.
Then, abundances were expressed as relative to short-stored ECs
(effect of storage) or RBCs (RBCs vs. MVs) conditions.
t-test analyses were performed between long- and short-stored
ECs using the software GraphPad Prism version 6.07 (GraphPad
Software Inc.). Two-way ANOVA was used for flotillin-2 data and
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multiple comparisons. p-values lower than 0.05 were considered
as significant.
Proteomic Analysis
Each gel lane was cut in 8 bands (total membrane proteins
and MVs experiments) and 8 or 13 bands (band 3 complexes
in storage experiments) (Supplementary Figure S4), and
proteins were in-gel digested (Delobel et al., 2012). Each
excised band was treated and analyzed separately. Briefly, gel
bands were washed with 50/50 ethanol/50 mM NH4HCO3.
Proteins were reduced with 10 mM DTE in 50 mM NH4HCO3
1 h at 37◦C under agitation, and alkylated with 55 mM
iodoacetamide in 50 mM NH4HCO3 45 min at 37◦C under
agitation. Tryptic digestion was achieved by incubating gel
bands in 12.5 ng/µL of trypsin (Sequencing Grade Modified
Trypsin, Promega, Madison, WI, United States) in 50 mM
NH4HCO3 and 10 mM CaCl2 overnight at 37◦C. Peptides
were extracted sequentially in 50/45/5 ethanol/H2O/FA then
70/25/5 ethanol/H2O/FA. Peptide extracts were vacuum
dried and resuspended, after washing, in 20 µL of 78/20/2
H2O/FA/ACN for injection on LC coupled to mass spectrometry
(LC-MS).
Ten microliter of peptide mixtures were analyzed onto an
LC (UHPLC focused Thermo Scientific Dionex UltiMate 3000
Series from Thermo Scientific, Germering, Germany) coupled to
an MS (amaZon ETD, Bruker Daltonik, Bremen, Germany) for
protein identification. Peptide extract was loaded on a Dionex
Acclaim PepMap RSLC column (300 µm × 15 cm, C18, 2 µm,
100 Å) at a 4 µL/min rate in a mixture of 95% eluent A (0.1% FA
aqueous solution) and 5% of eluent B (H2O/ACN 20/80 + 0.8%
FA). Peptides were separated through a 40 min gradient, rising to
25% of eluent B in 30 min, then to 40% in 5 min, and finally to
90% in 10 min. Mass spectra of separated peptides were acquired
in the positive scan mode from 300 to 1500 m/z. An automatic
MS/MS fragmentation was performed on the three most intense
precursor ions of each spectrum. Precursor ions were excluded
from MS/MS fragmentation after appearance in one spectrum,
and released after 0.15 min. Precursors presenting a 5% increase
in intensity during their exclusion time were reconsidered for
MS/MS fragmentation.
Protein identifications were performed through ProteinScape
(Version 3.0, Bruker Daltonics, Bremen, Germany) and based
on Mascot Server (version 2.4, Matrix Science Ltd., Boston,
MA, United States). Spectra were submitted to database
search with the following parameters: Database = SwissProt;
Taxonomy = Homo sapiens (human); Enzyme = Trypsin, allow
up to 1 missed cleavage; Modifications = Carbamidomethyl on
cysteine (fixed) and methionine oxidation (variable); Peptide
tolerance = ±0.35 Da; MS/MS tolerance = ±0.35 Da; Peptide
charge = 2+, 3+, and 4+; peptide score threshold = 15 (35 for
one peptide only), accepted proteins if Mascot score > 40 (25
when re-analyzed under Mascot) and accepted peptides if Mascot
score > 20.
Protein lists from biological replicates (n = 3 for effect of
aging and n = 3 for RBCs vs. MVs) were merged together for
comparisons (see Supplementary Material and Supplementary
Tables S3–S6 for details).
RESULTS
Co-immunoprecipitation of Band 3
Complexes
Band 3 complexes were isolated from total membrane proteins
from RBCs (Figure 2a and Supplementary Material). Membrane
protein extracts showed a typical pattern including cytoskeleton
proteins (e.g., α and β spectrins, protein 4.1), membrane proteins
such as band 3 and proteins known to be localized to the
membrane. FTs were similar to total membrane protein extracts
because of the excess of incubated proteins regarding the binding
capacity of the beads.
Six ECs were thus followed, total membrane proteins were
extracted using DC-based buffer and band 3 complexes were
isolated from RBCs at day 6 and day 42 (average), and from MVs
using Co-IP. Figure 2 shows the total membrane proteins (a and
c) and protein contents after isolation of band 3 complexes (b and
d). The protein distributions were quite similar between band 3
complexes and total membrane proteins. The main differences
were the lower abundance of α and β spectrins relative to band
3, the lower abundance of low molecular weight proteins and the
quasi absence of hemoglobin that was more important on bags
D to F (IgG light chain was observed above 25 kDa). It emerges
that hemoglobin derivatives do not bind to band 3 complexes
but mainly to RBC membrane and that a large set of proteins
is involved in these complexes, as expected. Protein 4.1 was less
abundant in band 3 complexes than protein 4.2 even though their
numbers of copies are equivalent (200,000 and 250,000 copies
cell) (Burton and Bruce, 2011).
The MVs exhibit proteins mainly from the integral membrane,
even though a few of them from the cytoskeleton, as the two
spectrins and protein 4.1, and soluble proteins as hemoglobin
(Figure 2c), were visible despite previous data (Lutz et al., 1977;
Rubin et al., 2008; Salzer et al., 2008). As a consequence, the
band 3 complexes isolated from MVs were free of spectrins which
differs from RBCs-derived band 3 complexes (Figure 2d). The
absence of proteins linking the skeleton to the membrane such
as ankyrin, proteins 4.1 and 4.2 may suggest that mainly free
complexes are expulsed through vesiculation.
Proteomic Analysis of Membrane
Extracts and Band 3 Complexes
In the view of characterizing the protein content and pointing
out the possible effect of storage, proteins were identified by a
bottom-up proteomic approach. The whole gel lanes were cut
in several pieces (Supplementary Figure S4), proteins were in-
gel digested and analyzed by LC-MS/MS, and analyses were
merged together in order to obtain a list of proteins per lane (see
Supplementary Tables).
RBC Membrane Proteins
Forty-five proteins were identified in RBC total membrane
proteins. Sixteen belonged exclusively to total membrane
proteins, 2 were only found in band 3 complexes and 27
were common to both total membrane proteins and band 3
complexes (see Supplementary Table S1). In particular, 34
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FIGURE 2 | SDS-PAGE of total membrane proteins and band 3 complexes from RBCs and MVs. (a,c) Total membrane proteins. (b,d) Co-IP of total membrane
proteins, i.e., band 3 complexes. Proteins were extracted with 1% DC buffer. (e) Location of main proteins on a total membrane protein extract. A–F stand for bag
numbers. Band 3 dimers are observed around 220 kDa, especially in (d).
proteins were identified in both short- and long-stored total
membrane proteins, 5 only in long-stored and 4 others only
in short-stored ECs extracts; whereas 19 and 29 proteins were
identified in band 3 complexes stemming from short- and
long-stored ECs, respectively. These lists are limited because
of the type of instrument used but the goal was to identify
potential differences. The majority of those are known proteins
of RBC membranes (Pasini et al., 2010; D’Alessandro et al., 2017)
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TABLE 1 | Proteomic differences between band 3 complexes isolated from long- and short-stored erythrocyte concentrate (ECs).
Protein name Accession number Long-stored ECs Short-stored ECs
L-A L-B L-C S-A S-B S-C
Adenylosuccinate lyase P30566 − + +∗ − − −
Alpha-adducin P35611 + − + − − −
Flotillin-2 Q14254 + + +∗ − +∗ −
ATP-citrate synthase P53396 + − +∗ − − +
Tropomodulin-1 P28289 − + − − +∗ −
Ubiquitin-conjugating enzyme E2N P61088 − + − − +∗ −
Hemoglobin subunit delta P02042 − + − − − −
Phosphatidylinositol-5-phosphate 4-kinase P48426 + − − − − −
Ras-related protein Rap-1b P61224 − − + − − −
Ras-related protein Rap-2b P61225 − − + − − −
∗Additional identification using Mascot search engine 2.4.1 (July 2013).
and belong to the cytoskeleton: spectrins, actin, adducin; are
glycoproteins: glycophorins A and C; and enzymes: GAPDH,
aldolase, for instance.
Band 3 Complexes
Analyzing the effect of aging, it appears that only a few proteins
co-immunoprecipitated with the band 3. In particular, three
proteins were at least present in two long-stored bags and no
more than one in short-stored bags (see Table 1). These latter
proteins, namely adenylosuccinate lyase (ADSL), α-adducin and
flotillin-2, were selected for WB analysis. Because of the MS
instrument and the qualitative analysis, the selection of proteins
was based on the presence or absence of proteins in samples and
not on number of identified peptides or any other abundance
scores.
Microvesicles
Thirty-two proteins were found in common between RBC
membrane proteins and vesicles, 26 specific to RBCs and
25 to MVs (see Supplementary Table S2). Of interest,
acetylcholinesterase was enriched in MVs as reported by Salzer
et al. (2002). As for the band 3 complexes, the numbers are
lower with 11 in common, 5 specific to RBCs and 7 to MVs.
Complement C4 and galectin-7 were found exclusively on MVs-
derived band 3 complexes and they are associated to complement
and pro-apoptotic activities, respectively.
Quantification of ADSL, α-Adducin and
Flotillin-2 by Western Blotting
Because of the sensitivity of WB, the segregation between
the two groups was not as clear as reported by proteomics.
The three proteins of interest were found in both short-
and long-stored ECs (see Figure 3). No degradation was
observed and the proteins were detected at their molecular
weight (α-adducin is usually detected above the band 3, i.e.,
above 100 kDa). Their amounts tended to increase during
storage without reaching statistical significances (Figure 3b).
ADSL and α-adducin in band 3 complexes were preserved
and tended to increase in the total membrane proteins; in
particular α-adducin exhibited a fold change of 4.3 on membrane
proteins extracted from long-stored EC (p = 0.088), specific
to the membrane and not to band 3 complexes. The same
tendency was observed in band 3 complexes, with marked
effects for flotillin-2. It was clearly more abundant in long-
stored ECs-derived band 3 complexes compared to short-
stored ones with a fold change of 1.6 (p = 0.0024), but did
not vary along storage in total membrane protein extracts
(p = 0.45).
The quantity of flotillin-2 was clearly less important in total
membrane proteins extracted from MVs compared to RBCs
(more than threefold decrease, p < 0.001) (Figure 4B). As
for band 3 complexes, a non-significant 1.3-fold decrease was
observed (p = 0.28). In addition, the levels of flotillin-2 in
MVs were equivalent in total membrane proteins and band
3 complexes, which suggest that the excreted flotillin-2 was
associated to band 3 complexes.
These results show an association of these proteins to band 3
complexes during the storage of RBCs. In particular, the amount
of flotillin-2 was constant during the storage, it associated to band
3 complexes and it was released in MVs.
DISCUSSION
The number of band 3 partners is important (28) onto this major
RBC membrane protein and corresponds to the proteins reported
in the literature. These partners are peripheral and integral
membrane proteins and have different functions such as the
cytoskeleton organization, energy metabolism, transmembrane
transport and blood group antigen. The band 3 complexes
isolation showed good specificity as confirmed by Co-IP on
naked beads (no protein adsorption) and isotypic control (weak
adsorption of band 3 and other unidentified proteins, and
release of Ab) (see Supplementary Material and Supplementary
Figure S2), which enable to study the effect of storage. It has
to be noticed that band 3 complexes were isolated by Co-
IP without any differentiation of the types of complexes (i.e.,
ankyrin, junctional or free complexes). The buffer used allows
to extract both membrane and cytoskeleton proteins, as already
described (Delobel et al., 2012). Moreover, the use of DC in the
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FIGURE 3 | Western blotting analysis of α-adducin, ADSL and flotillin-2 in total membrane proteins and band 3 complexes. (a) Western blot images in total
membrane proteins (top) and band 3 complexes (bottom) in function of storage. (b) Corresponding densitometric analyses expressed as the mean of the band
volume (n = 3) and relative to the protein loading. ∗∗p < 0.01. Abundances were relative to short-stored ECs (see section “SDS-PAGE and Western Blotting” and
Supplementary Material for details). A, B, and C stand for bag numbers; and D stands for days of storage.
FIGURE 4 | Western blotting analysis of flotillin-2 in total membrane proteins and band 3 complexes from RBCs and MVs. (A) Western blot images in total
membrane proteins (top) and band 3 complexes (bottom) stemming from RBCs and MVs. (B) Densitometric analyses of flotillin-2. Relative volumes were expressed
as the mean of the band volume (n = 3) and relative to the protein loading (see section “SDS-PAGE and Western Blotting” and Supplementary Material for details). D,
E, and F stand for bag numbers; and D stands for days of storage. ∗∗∗p < 0.001.
extraction buffer may affect the association of a few proteins as
protein 4.2. Indeed, washing of band 3 complexes-containing
beads washed out protein 4.2 and spectrins (data not shown), as
reported by Bruce et al. (2003).
The present study reveals the weak impact of ex vivo aging on
band 3 complexes and 10 proteins were detected on long-stored
EC-derived band 3 complexes. They play a role in metabolism
activity, cytoskeleton organization and vesiculation such as Rap2
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(Greco et al., 2006). A general accumulation trend of α-adducin
on RBC membrane during the aging was observed, but it is
not significant. α-adducin together with β subunit cap the fast-
growing end of actin and recruit spectrins, and are involved in
junction between band 3 and glucose transporter-1. It interacts
also with dematin, a key protein in the organization of the
junctional complex. It was reported (in mouse) that its absence
induces the loss of adducin, actin and spectrin, and changes the
RBC morphology (Lu et al., 2016). But the present data do not
allow to conclude on this key protein (dematin was found both
in short- and long-stored RBCs but was absent from MVs, see
Supplementary Tables S1, S2).
The differences were significantly confirmed by WB for
flotillin-2 that associates to band 3 complexes during the storage
even though the data do not allow to specifically identify the
proteins or the lipids driving the association. Flotillin-2 is a lipid
raft-associated protein (Salzer and Prohaska, 2001) that is less
abundant in MVs than in RBCs as previously reported (Salzer
et al., 2002, 2008; Kriebardis et al., 2008). Since flotillin-2 was
mainly found in MVs associated to band 3 complexes (Figure 4),
it is speculated that flotillin-2 [known to be tightly associated
with the cytoskeleton (Ciana et al., 2005)] could be specifically
eliminated through the microvesiculation process at the end of
the storage. In addition, stomatin, known to be enriched in MVs
(Salzer et al., 2008), was also reported to be linked to flotillins
and found in high molecular weight complexes (Rungaldier et al.,
2013). These interactions may play a role in this process but
the mechanism is unknown. This lipid raft-based process was
also observed in calcium-induced microvesiculation (Salzer et al.,
2002) though involving different sets of proteins (Prudent et al.,
2015a). These observations are in agreement with the theory
developed by Gov et al. (2009) where mobile components and
breakage of the band 3-ankyrin anchors lead to vesiculation and
morphology changes (Satchwell et al., 2016). Of course, other
known mechanisms may be involved such as the loss of ATP-
dependent aminophospholipid translocase (Salzer et al., 2008),
the exposure of phosphatidyl serine or the accumulation of
oxidized proteins (Kriebardis et al., 2008; Gov et al., 2009).
CONCLUSION
The isolation of band 3 complexes from RBCs revealed the
high number of protein partners involving several functions.
Moreover, it points out and confirms the association of flotillin-2
to band 3 complexes during the storage of RBCs and in storage-
induced MVs. The role played in MVs remains unclear and
the isolation of different types of complexes will be required
to identify if a specific complex is involved in the binding of
this protein during the storage. The stability of the protein
complexes is influenced by protein-protein interactions and cell
membrane organization. Post-translational modifications such
as protein oxidation (Delobel et al., 2016; Reisz et al., 2016) or
phosphorylation (Husain-Chishti et al., 1988; Harrison et al.,
1991) impact the organization of the complexes. Therefore, these
protein modifications could be further investigated during RBCs
aging to provide more information on the storage lesions.
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FIGURE S1 | Band 3 complexes captured using different antibodies against band
3. BRIC 6 (internal epitope), 155 (C-terminal) and 170 (N-terminal). NuPAGE
Novex 4–12% gel from Invitrogen. Ten µg of proteins loaded and 5 µg of
antibodies. FT, flow through (identical to protein extract); E, eluate; Ab, antibodies.
BRIC 6 and 170 were chosen for co-IP.
FIGURE S2 | RBC total membrane proteins, adsorption on naked M-270 Epoxy
beads and isotypic control. Left: NuPAGE Novex 4–12% gel from Invitrogen. Ten
µg of proteins loaded. FT, flow through (identical to protein extract); E, eluate
samples from co-IP on naked beads. M: molecular weight marker. Right:
SDS-PAGE 4–15% gel from Bio-Rad. Ten µg of proteins loaded. E: eluate
samples from co-IP on naked beads (1), on beads coated with an IgG against
C23 (IgG, D-6, Santa-Cruz) (2), and on beads coated with BRIC 6 and BRIC 170
against band 3. No adsorption was observed on naked beads and only
a few proteins were observed on the isotypic control (see text for
details).
FIGURE S3 | SDS-PAGE analysis of co-IP band 3 complexes. In order to test the
specificity of the beads and antibodies used, band 3 complexes were denatured
with 1% SDS (+ or −) as is: before co-IP protein extract was incubated 5 min at
RT under agitation in DC buffer containing 1% SDS. Red bars point to main
differences. Green arrows are for the presence of released antibodies. FT, flow
through (identical to protein extract); E, eluate samples. “+” and “−” signs stand
for the presence or absence of SDS in the sample, respectively.
FIGURE S4 | Band excision of band 3 complexes for proteomics. Top: Effect of
storage (bags A, B, and C). For bag B, additional bands were included as shown
on the bottom right for numbering. Bottom: RBCs vs MVs (bags D, E, and F).
Each red box represents a digested band. The same mapping was used for the
total membrane proteins.
FIGURE S5 | Western blotting analyses of α-adducin, ADSL and flotillin-2 in total
membrane extracts (left) and band 3 complexes (right) in function of RBC
storage. Raw images. Acquisition times of 3 min for ADSL and flotillin-2, and 5 min
for α-adducin. Green arrow: detection of released antibodies; blue arrow:
remaining ADSL due to sequential detection. A, B, and C stand for the bags and
D is for days of storage. Colored bands are for the MW markers (Pink band:
64 kDa).
FIGURE S6 | Western blotting analyses of flotillin-2 in total membrane extracts
(left) and band 3 complexes (right) in function of their origin (RBCs or MVs). Raw
images. Acquisition time of 3 min. Green arrow: detection of released antibodies.
D, E, and F stand for the bags and D is for days of storage. Colored bands are for
the MW markers (Pink band: 64 kDa).
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FIGURE S7 | Example of image analyses by densitometry. Left: Western
blotting of flotillin-2 on total membrane proteins. Right: Corresponding
Ponceau red-stained membrane showing the total protein
contents.
FIGURE S8 | Levels of protein expression in function of aging. Densitometric
analyses of α-adducin, ADSL and flotillin-2 in total membrane proteins (left) and
band 3 complexes (right). Relative volumes were expressed as the mean of the
band volume (n = 3) and relative to the protein loading. They were obtained for
each protein and cannot be compared to another one (see section
“SDS-PAGE and Western Blotting” and Supplementary Material for details).
∗∗p < 0.01.
FIGURE S9 | Levels of flotillin-2 expression in RBCs and MVs. Densitometric
analyses of flotillin-2 in total membrane proteins and band 3 complexes in function
of the origin (RBCs or MVs). Relative volumes were expressed as the mean of the
band volume (n = 3) and relative to the protein loading. Abundances were relative
to RBCs (see “SDS-PAGE and Western Blotting” and Supplementary Material for
details). ∗∗∗p < 0.001; ns, non-significant.
TABLE S1 | Proteomic data. Effect of storage.
TABLE S2 | Proteomic data. RBCs vs. MVs.
TABLE S3 | Detailed proteomic data for Figure 2a.
TABLE S4 | Detailed proteomic data for Figure 2b.
TABLE S5 | Detailed proteomic data for Figure 2c.
TABLE S6 | Detailed proteomic data for Figure 2d.
REFERENCES
Anong, W. A., Franco, T., Chu, H. Y., Weis, T. L., Devlin, E. E., Bodine, D. M.,
et al. (2009). Adducin forms a bridge between the erythrocyte membrane
and its cytoskeleton and regulates membrane cohesion. Blood 114, 1904–1912.
doi: 10.1182/blood-2009-02-203216
Antonelou, M. H., Kriebardis, A. G., Stamoulis, K. E., Economou-Petersen, E.,
Margaritis, L. H., and Papassideri, I. S. (2010). Red blood cell aging markers
during storage in citrate-phosphate-dextrose-saline-adenine-glucose-mannitol.
Transfusion 50, 376–389. doi: 10.1111/j.1537-2995.2009.02449.x
Bardyn, M., Maye, S., Lesch, A., Delobel, J., Tissot, J.-D., Cortes-Salazar, F., et al.
(2017a). The antioxidant capacity of erythrocyte concentrates is increased
during the first week of storage and correlated with the uric acid level. Vox Sang.
112, 638–647. doi: 10.1111/vox.12563
Bardyn, M., Rappaz, B., Jaferzadeh, K., Crettaz, D., Tissot, J. D., Moon, I., et al.
(2017b). Red blood cells ageing markers: a multi-parametric analysis. Blood
Transfus. 15, 239–248. doi: 10.2450/2017.0318-16
Blasi, B., D’Alessandro, A., Ramundo, N., and Zolla, L. (2012). Red blood cell
storage and cell morphology. Transfus. Med. 22, 90–96. doi: 10.1111/j.1365-
3148.2012.01139.x
Bordbar, A., Johansson, P. I., Paglia, G., Harrison, S. J., Wichuk, K.,
Magnusdottir, M., et al. (2016). Identified metabolic signature for assessing
red blood cell unit quality is associated with endothelial damage markers and
clinical outcomes. Transfusion 56, 852–862. doi: 10.1111/trf.13460
Bosman, G., Lasonder, E., Luten, M., Roerdinkholder-Stoelwinder, B., Novotny,
V. M. J., Bos, H., et al. (2008). The proteome of red cell membranes and
vesicles during storage in blood bank conditions. Transfusion 48, 827–835.
doi: 10.1111/j.1537-2995.2007.01630.x
Bruce, L. J., Beckmann, R., Ribeiro, M. L., Peters, L. L., Chasis, J. A., Delaunay, J.,
et al. (2003). A band 3-based macrocomplex of integral and peripheral proteins
in the RBC membrane. Blood 101, 4180–4188. doi: 10.1182/blood-2002-09-
2824
Burger, P., Kostova, E., Bloem, E., Hilarius-Stokman, P., Meijer, A. B., van den
Berg, T. K., et al. (2013). Potassium leakage primes stored erythrocytes for
phosphatidylserine exposure and shedding of pro-coagulant vesicles. Br. J.
Haematol. 160, 377–386. doi: 10.1111/bjh.12133
Burton, N. M., and Bruce, L. J. (2011). Modelling the structure of the red cell
membrane. Biochem. Cell Biol. 89, 200–215. doi: 10.1139/o10-154
Byers, T. J., and Branton, D. (1985). Visualization of the protein associations in the
erythrocyte-membrane skeleton. Proc. Natl. Acad. Sci. U.S.A. 82, 6153–6157.
doi: 10.1073/pnas.82.18.6153
Chu, H. Y., Breite, A., Ciraolo, P., Franco, R. S., and Low, P. S. (2008).
Characterization of the deoxyhemoglobin binding site on human erythrocyte
band 3: implications for O-2 regulation of erythrocyte properties. Blood 111,
932–938. doi: 10.1182/blood-2007-07-100180
Ciana, A., Achilli, C., and Minetti, G. (2014). Membrane rafts of the human red
blood cell. Mol. Membr. Biol. 31, 47–57. doi: 10.3109/09687688.2014.896485
Ciana, A., Balduini, C., and Minetti, G. (2005). Detergent-resistant membranes in
human erythrocytes and their connection to the membrane-skeleton. J. Biosci.
30, 317–328. doi: 10.1007/bf02703669
Cognasse, F., Hamzeh-Cognasse, H., Laradi, S., Chou, M.-L., Seghatchian, J.,
Burnouf, T., et al. (2015). The role of microparticles in inflammation and
transfusion: a concise review. Transfus. Apher. Sci. 53, 159–167. doi: 10.1016/
j.transci.2015.10.013
D’Alessandro, A., Dzieciatkowska, M., Nemkov, T., and Hansen, K. C. (2017). Red
blood cell proteomics update: is there more to discover? Blood Transfus. 15,
182–187. doi: 10.2450/2017.0293-16
D’Alessandro, A., Kriebardis, A. G., Rinalducci, S., Antonelou, M. H., Hansen,
K. C., Papassideri, I. S., et al. (2015). An update on red blood cell storage
lesions, as gleaned through biochemistry and omics technologies. Transfusion
55, 205–219. doi: 10.1111/trf.12804
D’Amici, G. M., Rinalducci, S., and Zolla, L. (2007). Proteomic analysis of RBC
membrane protein degradation during blood storage. J. Proteome Res. 6,
3242–3255. doi: 10.1021/pr070179d
Delobel, J., Prudent, M., Rubin, O., Crettaz, D., Tissot, J.-D., and Lion, N. (2012).
Subcellular fractionation of stored red blood cells reveals a compartment-based
protein carbonylation evolution. J. Proteomics 76, 181–193. doi: 10.1016/j.jprot.
2012.05.004
Delobel, J., Prudent, M., Tissot, J. D., and Lion, N. (2016). Proteomics of the red
blood cells carbonylome during blood banking of erythrocyte concentrates.
Proteomics Clin. Appl. 10, 257–266. doi: 10.1002/prca.201500074
Flatt, J. F., Bawazir, W. M., and Bruce, L. J. (2014). The involvement of cation leaks
in the storage lesion of red blood cells. Front. Physiol. 5:214. doi: 10.3389/fphys.
2014.00214
Gov, N., Cluitmans, J., Sens, P., and Bosman, G. (2009). Cytoskeletal control of red
blood cell shape: theory and practice of vesicle formation. Adv. Planar Lipid
Bilayers Liposomes 10, 95–119. doi: 10.1016/s1554-4516(09)10004-2
Gov, N. S., and Safran, S. A. (2005). Red blood cell membrane fluctuations and
shape controlled by ATP-induced cytoskeletal defects. Biophys. J. 88, 1859–1874.
doi: 10.1529/biophysj.104.045328
Greco, F., Ciana, A., Pietra, D., Balduini, C., Minetti, G., and Torti, M. (2006). Rap2,
but not Rap1 GTPase is expressed in human red blood cells and is involved in
vesiculation. Biochim. Biophys. Acta 1763, 330–335. doi: 10.1016/j.bbamcr.2006.
02.001
Harrison, M. L., Rathinavelu, P., Arese, P., Geahlen, R. L., and Low, P. S. (1991).
Role of band-3 tyrosine phosphorylation in the regulation of erythrocyte
glycolysis. J. Biol. Chem. 266, 4106–4111.
Hess, J. R., and Greenwalt, T. G. (2002). Storage of red blood cells: new approaches.
Transfus. Med. Rev. 16, 283–295.
Hess, J. R., Lippert, L. E., Derse-Anthony, C. P., Hill, H. R., Oliver, C. K., Rugg, N.,
et al. (2000). The effects of phosphate, pH, and AS volume on RBCs stored
in saline-adenine-glucose-mannitol solutions. Transfusion 40, 1000–1006.
doi: 10.1046/j.1537-2995.2000.40081000.x
Husain-Chishti, A., Levin, A., and Branton, D. (1988). Abolition of actin-bundling
by phosphorylation of human erythrocyte protein 4.9. Nature 334, 718–721.
doi: 10.1038/334718a0
Jy, W., Johansen, M. E., Bidot, C., Horstman, L. L., and Ahn, Y. S. (2013). Red
cell-derived microparticles (RMP) as haemostatic agent. Thromb. Haemost. 110,
751–760. doi: 10.1160/th12-12-0941
Khan, A. A., Hanada, T., Mohseni, M., Jeong, J. J., Zeng, L., Gaetani, M., et al.
(2008). Dematin and adducin provide a novel link between the spectrin
cytoskeleton and human erythrocyte membrane by directly interacting with
glucose transporter-1. J. Biol. Chem. 283, 14600–14609. doi: 10.1074/jbc.
M707818200
Frontiers in Physiology | www.frontiersin.org 10 May 2018 | Volume 9 | Article 421
fphys-09-00421 May 2, 2018 Time: 14:49 # 11
Prudent et al. Band 3 Complexes Proteomics in Stored RBCs
Kodippili, G. C., Spector, J., Sullivan, C., Kuypers, F. A., Labotka, R., Gallagher,
P. G., et al. (2009). Imaging of the diffusion of single band 3 molecules on
normal and mutant erythrocytes. Blood 113, 6237–6245. doi: 10.1182/blood-
2009-02-205450
Kriebardis, A. G., Antonelou, M., Stamoulis, K., Economou-Petersen, E.,
Margaritis, L., and Papassideri, I. (2008). RBC-derived vesicles during storage-
ultrastructure and lipid raft proteins participation. Vox Sang. 95, 190–190.
doi: 10.1111/j.1537-2995.2008.01794.x
Kriebardis, A. G., Antonelou, M. H., Stamoulis, K. E., Economou-Petersen, E.,
Margaritis, L. H., and Papassideri, I. S. (2007). Storage-dependent remodeling
of the red blood cell membrane is associated with increased immunoglobulin
G binding, lipid raft rearrangement, and caspase activation. Transfusion 47,
1212–1220. doi: 10.1111/j.1537-2995.2007.01254.x
Lu, Y., Hanada, T., Fujiwara, Y., Nwankwo, J. O., Wieschhaus, A. J., Hartwig, J.,
et al. (2016). Gene disruption of dematin causes precipitous loss of erythrocyte
membrane stability and severe hemolytic anemia. Blood 128, 93–103.
doi: 10.1182/blood-2016-01-692251
Lutz, H. U., Liu, S. C., and Palek, J. (1977). Release of spectrin-free vesicles from
human erythrocytes during ATP depletion.1. Characterization of spectrin-free
vesicles. J. Cell Biol. 73, 548–560. doi: 10.1083/jcb.73.3.548
Lux, S. E. (2016). Anatomy of the red cell membrane skeleton: unanswered
questions. Blood 127, 187–199. doi: 10.1182/blood-2014-12-512772
Mankelow, T. J., Satchwell, T. J., and Burton, N. M. (2012). Refined views of multi-
protein complexes in the erythrocyte membrane. Blood Cells Mol. Dis. 49, 1–10.
doi: 10.1016/j.bcmd.2012.03.001
Mohandas, N., and Gallagher, P. G. (2008). Red cell membrane: past, present, and
future. Blood 112, 3939–3948. doi: 10.1182/blood-2008-07-161166
Pasini, E. M., Lutz, H. U., Mann, M., and Thomas, A. W. (2010). Red blood
cell (RBC) membrane proteomics - Part I: proteomics and RBC physiology.
J. Proteomics 73, 403–420. doi: 10.1016/j.jprot.2009.06.005
Prudent, M., Crettaz, D., Delobel, J., Seghatchian, J., Tissot, J. D., and
Lion, N. (2015a). Differences between calcium-stimulated and storage-
induced erythrocytes-derived microvesicles. Transfus. Apher. Sci. 53, 153–158.
doi: 10.1016/j.transci.2015.10.012
Prudent, M., Tissot, J. D., and Lion, N. (2015b). In vitro assays and clinical trials
in red blood cell aging: Lost in translation. Transfus. Apher. Sci. 52, 270–276.
doi: 10.1016/j.transci.2015.04.006
Reisz, J. A., Wither, M. J., Dzieciatkowska, M., Nemkov, T., Issaian, A.,
Yoshida, T., et al. (2016). Oxidative modifications of glyceraldehyde 3-
phosphate dehydrogenase regulate metabolic reprogramming of stored red
blood cells. Blood 128, e32–e42. doi: 10.1182/blood-2016-05-714816
Rinalducci, S., D’Amici, G. M., Blasi, B., Vaglio, S., Grazzini, G., and Zolla, L. (2011).
Peroxiredoxin-2 as a candidate biomarker to test oxidative stress levels of
stored red blood cells under blood bank conditions. Transfusion 51, 1439–1449.
doi: 10.1111/j.1537-2995.2010.03032.x
Roussel, C., Dussiot, M., Marin, M., Morel, A., Ndour, P. A., Duez, J., et al. (2017).
Spherocytic shift of red blood cells during storage provides a quantitative
whole cell–based marker of the storage lesion. Transfusion 57, 1007–1018.
doi: 10.1111/trf.14015
Rubin, O., Crettaz, D., Canellini, G., Tissot, J. D., and Lion, N. (2008).
Microparticles in stored red blood cells: an approach using flow cytometry
and proteomic tools. Vox Sang. 95, 288–297. doi: 10.1111/j.1423-0410.2008.
01101.x
Rubin, O., Delobel, J., Prudent, M., Lion, N., Kohl, K., Tucker, E. I., et al. (2013).
Red blood cell-derived microparticles isolated from blood units initiate and
propagate thrombin generation. Transfusion 53, 1744–1754. doi: 10.1111/trf.
12008
Rungaldier, S., Oberwagner, W., Salzer, U., Csaszar, E., and Prohaska, R. (2013).
Stomatin interacts with GLUT1/SLC2A1, band 3/SLC4A1, and aquaporin-1 in
human erythrocyte membrane domains. Biochim. Biophys. Acta 1828, 956–966.
doi: 10.1016/j.bbamem.2012.11.030
Said, A. S., Rogers, S. C., and Doctor, A. (2017). Physiologic Impact of circulating
RBC microparticles upon blood-vascular interactions. Front. Physiol. 8:1120.
doi: 10.3389/fphys.2017.01120
Salomao, M., Zhang, X. H., Yang, Y., Lee, S., Hartwig, J. H., Chasis, J. A., et al.
(2008). Protein 4.1R-dependent multiprotein complex: new insights into the
structural organization of the red blood cell membrane. Proc. Natl. Acad. Sci.
U.S.A. 105, 8026–8031. doi: 10.1073/pnas.0803225105
Salzer, U., Hinterdorfer, P., Hunger, U., Borken, C., and Prohaska, R. (2002).
Ca++-dependent vesicle release from erythrocytes involves stomatin-specific
lipid rafts, synexin (annexin VII), and sorcin. Blood 99, 2569–2577.
doi: 10.1182/blood.V99.7.2569
Salzer, U., and Prohaska, R. (2001). Stomatin, flotillin-1, and flotillin-2 are major
integral proteins of erythrocyte lipid rafts. Blood 97, 1141–1143. doi: 10.1182/
blood.V97.4.1141
Salzer, U., Zhu, R., Luten, M., Isobe, H., Pastushenko, V., Perkmann, T., et al.
(2008). Vesicles generated during storage of red cells are rich in the lipid
raft marker stomatin. Transfusion 48, 451–462. doi: 10.1111/j.1537-2995.2007.
01549.x
Satchwell, T. J., Bell, A. J., Hawley, B. R., Pellegrin, S., Mordue, K. E., van
Deursen, C. T., et al. (2016). Severe Ankyrin-R deficiency results in impaired
surface retention and lysosomal degradation of RhAG in human erythroblasts.
Haematologica 101, 1018–1027. doi: 10.3324/haematol.2016.146209
Satchwell, T. J., Shoemark, D. K., Sessions, R. B., and Toye, A. M. (2009). Protein
4.2: A complex linker. Blood Cells Mol. Dis. 42, 201–210. doi: 10.1016/j.bcmd.
2009.01.005
Sens, P., and Gov, N. (2007). Force balance and membrane shedding at the red-
blood-cell surface. Phys. Rev. Lett. 98:018102. doi: 10.1103/PhysRevLett.98.
018102
Sparrow, R. L., Sran, A., Healey, G., Veale, M. F., and Norris, P. J. (2014). In vitro
measures of membrane changes reveal differences between red blood cells
stored in saline-adenine-glucose-mannitol and AS-1 additive solutions: a paired
study. Transfusion 54, 560–568. doi: 10.1111/trf.12344
Tinmouth, A., and Chin-Yee, I. (2001). The clinical consequences of the red cell
storage lesion. Transfus. Med. Rev. 15, 91–107. doi: 10.1053/tmrv.2001.22613
Tissot, J.-D., Canellini, G., Rubin, O., Angelillo-Scherrer, A., Delobel, J.,
Prudent, M., et al. (2013). Blood microvesicles: from proteomics to physiology.
Translat. Proteomics 1, 38–52. doi: 10.1016/j.trprot.2013.04.004
Willekens, F. L. A., Werre, J. M., Groenen-Dop, Y. A. M., Roerdinkholder-
Stoelwinder, B., de Pauw, B., and Bosman, G. (2008). Erythrocyte vesiculation: a
self-protective mechanism? Br. J. Haematol. 141, 549–556. doi: 10.1111/j.1365-
2141.2008.07055.x
Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.
Copyright © 2018 Prudent, Delobel, Hübner, Benay, Lion and Tissot. This is an
open-access article distributed under the terms of the Creative Commons Attribution
License (CC BY). The use, distribution or reproduction in other forums is permitted,
provided the original author(s) and the copyright owner are credited and that the
original publication in this journal is cited, in accordance with accepted academic
practice. No use, distribution or reproduction is permitted which does not comply
with these terms.
Frontiers in Physiology | www.frontiersin.org 11 May 2018 | Volume 9 | Article 421
